Materials & Methods

Morphological studies
The studied specimens were deposited in the herbarium CORD. Herbarium acronyms follow Thiers (2017) . Basidiomata sections were examined in Melzer's reagent, KOH 3-5% plus phloxine 1%. Microscopic measurements of basidiospores (n = 40) were made in Melzer's reagent, 5% of the measurements were excluded from each end and are given in parentheses. The following abbreviations are used for basidiospores measurements: X = arithmetic average, Q = ratio length/width, Q = arithmetic average of Q.
DNA extraction and sequencing
DNA was extracted from dry basidiomata tissue using the CTAB method described in FerreiraLopes et al. (2016) . Primer pairs ITS8-F / ITS6-R (Dentinger et al. 2010 ) to amplify ITS rDNA. PCR conditions were as described in Gómez-Montoya et al. (2017) . Sequencing reactions were performed with the same primers pairs.
Phylogenetic analyses
Sequences of nrITS of Gomphales were selected following reference phylogenetic works (Giachini et al. 2010 , Chen et al. 2015 , retrieved from GenBank (NCBI) and combined to construct a dataset matrix (Table 1 ). The dataset was aligned using MAFFT v.7 (Katoh & Standley 2013) , under the G-INS-1 or Q-INS-i criteria. The alignment obtained, was then manually inspected using MEGA v.6 (Tamura et al. 2013) , and then deposited at TreeBase (Submission ID 21247). The bestfit model of nucleotide evolution to the dataset was selected by AIC (Akaike Information Criterion) using jModelTest2 v.1.6 (Darriba et al. 2012) . Bayesian Inference (BI) was performed using MrBayes 3.1.2 (Ronquist et al. 2011 ) with two independent runs, each one beginning from random trees with four simultaneous independent chains, performing 1x107 replications, sampling one tree every 1x103th generation. The first 2500 sampled trees were discarded as burn-in and checked by the convergence criterion (frequencies of average standard deviation of split <0.01), while the remaining ones were used to reconstruct a 50% majority-rule consensus tree and calculate Bayesian posterior probabilities (BPP) of the clades. Nodes showing BPP ≥ 0.95 was considered to be strongly supported, while those with values BPP ≥ 0.85 were considered moderately supported. 
Results
Phylogenetic analyses
The final nrITS dataset included sequences from 35 specimens, with 621 characters including gaps, of which 270 are conserved and 286 parsimony informative. The evolutionary model selected for nrITS dataset was GTR+I+G.
Our analysis (Fig. 1 ) recovered Kavinia as a well-supported clade (BS = 1) where Kavinia chacoserrana emerged a distinct lineage. Kavinia chacoserrana grouped with a specimen identified as Kavinia aff. alboviridis in a moderately supported clade (BS = 0.87). Two specimens identified as K. alboviridis, the type species of Kavinia, appear as a third taxon integrating the clade. Etymology -Referring to the ecoregion where it was collected, Chaco Serrano. Basidiomata seasonal, resupinate, loosely attached, arising from the substrate in several surrounding points and then confluent with development. Hymenophore hydnoid, with spines up to 10 mm long, about 3 mm diam at the base slimming gradually to end in a sharp apex, white when immature, pale yellowish at maturity. Margin sterile, whitish, myceliar, with rizhomorphic strands. Subiculum whitish, loose, extremely thin. Hyphal system monomitic. Generative hyphae with clamps, ampuliform clamps occasionally observed, hyaline and thin-walled to very slightly thickwalled, up to 5 µm diam; hyphae parallel ordered and compact in the trama of spines, loosely interwoven in the subiculum. Cystidia absent. Basidia clavate, 30-40 long, 5-6 (-12) µm in the apex with four sterigmata and 2-3 µm at the base where present a basal clamp. Hymenium not reaching the apex of the spine which is sterile. Basidiospores cylindrical to fusiform in side view, with a distinctly supra-apicular concavity and a tapering to rounded apex (Fig. 5) ; in dorsi-ventral view cylindrical to subcylindrical and then ovoid to slightly ellipsoid (Fig. 5) , (9.0-)10.0-12.0(-13.0) × (2.5-)3.0-4.0(-4.0) µm, ( X = 10.7 × 3.3 µm), Q = 2.5-4.2, ( Q = 3.3), slightly thick-walled, hyaline to pale yellowish, warted, IKI-, CB-; commonly grouped in tetrads (Fig. 5 black arrows) .
Kavinia chacoserrana
Known distribution -So far known only from the type locality. 
Discussion
Macroscopically Kavinia chacoserrana differs from the other species in the genus by developing resupinate basidiomata with a white to pale yellowish hydnoid hymenophore. Microscopically is distinguished by cylindrical to fusiform basidiospores. Morphologically, K. chacoserrana strongly resembles K. alboviridis, the only other species of the genus that has fusiform to subfusiform basidiospores, but the hymenophore is olive green in K. alvoviridis, whereas is white to pale yellowish in K. chacoserrana.
Phylogenetically Kavinia chacoserrana is related to K. alvoviridis, the only other species with sequences available. Our analysis showed that K. alvoviridis seem to encompass at least two species. Two specimens coming from Europe (England) confirm a phylogenetic species. Another specimen, identified at Genbank as K. aff. alboviridis coming from North America, is closer related to K. chacoserrana. This evidence, support the idea suggested by Kout & Hajšmanová (2015) that more than one species is involved under the name.
Kavinia bourdotii (Bres.) Pilat, a species described from France with basidiospores 6-8 × 2.75-3.5 (Bresadola 1908) and currently under synonymy of K. alboviridis, is a name that could be applied to European specimens. The type specimen of K. alboviridis comes from Miami Valley, Ohio, USA (Morgan 1887) and is the prevailing name for specimens of North America. Further molecular evidence is desirable to resolve the taxonomical status of K. alboviridis and its synonyms.
